. Axis elongation defects and junctional aggregation in multiple obe alleles. This figure is related to Fig. 1 . (A) Axis elongation in the progeny of obe 1 /obe 1 or obe 1 /obe 2 females was not rescued by the paternal obe contribution. Female genotype listed first, male genotype listed second. In contrast, the percentage of embryos that failed to hatch (gray) was partially rescued by the paternal obe contribution (P = 0.02 for obe 1 /obe 1 crossed to wild-type [WT] vs. heterozygous males; P = 0.04 for obe 1 /obe 2 crossed to wild-type vs. heterozygous males; χ 2 test; n = 62-114 embryos per genotype). All of the progeny of +/+ males receive a wild-type paternal copy of the obe gene, compared with an expected half of the progeny of obe/+ males. (B-D) Par-3 and β-catenin in wild-type (B), obe 1 (C), and obe 2 /Df (D) embryos at stage 7. Adherens junction proteins are enriched at horizontal (dorsal-ventral) cell borders in wild type. Junctional proteins accumulate in single large aggregates at dorsal-ventral borders in obe mutants. (E and F) Junctional distribution was more uniform in obe 1 /obe 2 embryos at stage 9 (F), similar to wild type (E). The obe 1 embryos were the progeny of obe 1 /obe 1 females crossed to obe 1 /+ males. The obe 1 /obe 2 and obe 2 /Df embryos were the progeny of obe 1 /obe 2 and obe 2 /Df(3R)Exel6174 females, respectively, crossed to obe 2 /+ males. Anterior left, dorsal up. Bar, 10 µm. Figure S2 . The pericentriolar material protein γ-tubulin is correctly down-regulated at centrosomes in obelus mutants. This figure is related to Fig. 3 . (A and B) Centrosomal γ-tubulin in wild-type (WT; A) and obe 1 /obe 2 (B) mutant embryos in stages 5-8. (C) The relative γ-tubulin levels at centrosomes, normalized to background levels in the cytoplasm, were similar in wild-type and obe mutant embryos at each stage (P = 0.25 at stage 5; P = 0.07 at stage 6; P = 0.48 at stage 7; P = 0.75 at stage 8, by unpaired t test). A single value was obtained at each stage by averaging 100-200 centrosomes/image, one to three images in four to seven embryos analyzed per genotype. The mean ± SEM between embryos is shown. The obe 1 /obe 2 mutant embryos were the progeny of obe 1 /obe 2 females crossed to obe 2 /+ males. Anterior left, dorsal up. a.u., arbitrary units. Bar, 10 µm. Figure S4 . RNA-seq read profiles of alternatively spliced transcripts in obelus mutants. This figure is related to Fig. 6 . RNA sequencing read density in RPKM (reads per kilobase per million mapped reads) in wild type (WT; gray), obe 1 /obe 2 (dark blue), and obe 2 /Df (light blue). Gene transcript models are shown (exons in blue, UTRs in purple). Genes with changes to the coding region or 5′ and 3′ UTRs in obe mutants (adjusted p-value < 0.01). Plots were generated using the sashimi plot function in the Integrated Genome Viewer. Read profiles show results from one representative replicate (three replicates per genotype). The obe 1 /obe 2 and obe 2 /Df embryos were the progeny of obe 1 /obe 2 and obe 2 /Df(3R)Exel6174 females, respectively, crossed to obe 2 /+ males. NR, no reads in obe mutants. Embryos were hand selected at late stage 5/early stage 6. Up*, isoforms only present in obe mutants. Not annotated, not annotated in Flybase (dos Santos et al., 2015) . Figure S5 . Effects of Crumbs-PA and Crumbs-PC overexpression. This figure is related to Fig. 7. (A) The levels of GFP-Crumbs-PA and GFP-Crumbs-PC expression in late stage 5/early stage 6 embryos were comparable by Western blot, detected with anti-GFP antibodies (anti-α-tubulin as loading control). (B) Cross sections of stage 7 embryos expressing untagged Crumbs-PA or Crumbs-PC at moderate or high levels. Moderately expressed Crumbs-PA or Crumbs-PC were apically localized as in wild type. High Crumbs-PA or Crumbs-PC levels caused an expansion of the apical domain and Par-3 relocalization to the basolateral membrane. Crumbs transgenes were expressed at moderate levels using matαtub15 Gal4 and at high levels using matαtub67;15 Gal4. Embryos were the F2 progeny of UASp-crumbs-PA or UASp-crumbs-PC males crossed to Gal4 females. Cross sections, apical up. Bar, 10 µm. 
